Previous work involved the characterization of two genes, trmA and oxyR (also known as mor), which map close together at min 89 on the Escherichia coli chromosomal map (1, 10). The former gene encodes tRNA(m5U54)methyltransferase, while the latter gene is a positive regulator of oxidative stress which also can exert control over a number of cell surface properties. In the course of the characterization of these genes, sequence data relating to the intervening region have been obtained. The sequence extends 2,465 bp and overlaps the sequences ECMOR (10) by 37 nucleotides and ECTRMA (2) by 244 nucleotides. Thus, this sequence spans the entire gap between the trmA and oxyR genes.
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We aligned these sequences with the physical map of E. coli (3) (Fig. 1) , showing a good correlation to the restriction sites in the corresponding region. Five additional restriction sites that were not present in the physical map of E. coli were identified by sequencing. The five additional sites are noted in the legend to Fig. 1 .
Flanking this region to the left are the argECBH operon and the ppc gene (5), including a 1.2-kb unsequenced region between argH and oxyR. There is probably no gene located between oxyR and argH, since these genes are transcribed in the same direction and the distance between their respective translational start sites is only 1.3 kb. The size of the ArgH protein has been estimated to be 55 kDa (4), requiring genetic information corresponding to 1.5 kb of DNA. To the right of btuB, the region is flanked by the rrsB, gltT, rrlB, rrfB, orfI, birA, coaA, thrU, tyrU, glyT, thrT, tufB, secE, nusG, and rplK genes, as has recently been mapped (la, 6).
The sequence between oxyR and trnmA revealed three open reading frames of unknown function, one of which showed significant similarity to the dihydrolipoamide dehydrogenase genes from a number of organisms, including the E. coli lpd gene. This open reading frame (orfC) is preceded by cr70-like promoter -35 and -10 sequences and a putative transcription start (CAT) 4 terminates only 9 nucleotides in front of the trmA transcriptional end point transcribing in the opposite direction, suggesting that the two genes share the same transcriptional terminator. This also confirms that trmA functions as a monocistronic operon, as has been suggested previously (2) . A region of dyad symmetry which could form a stable secondary RNA structure followed by four uracils, charac- teristic for a rho-independent transcriptional terminator, ends the dicistronic orfAB operon as well as the tnnA operon in the opposite direction. Both orfA and orfB were expressed from plasmid pCG19 in a coupled in vitro transcriptiontranslation experiment (Fig. 2) . Plasmid pCG19 contains a 1.4-kb insert from the trmA internal EcoRV site to the orfC internal EcoRI site in pBluescript (Promega).
Two genes have been mapped to this region previously. The mbrC gene (8) is involved in chromosomal partitioning and resistance to camphor vapors. It was mapped by Hfr and P1 transduction very close to trmA and could therefore be orfA or orfB. The rer gene (7) , which is involved in DNA replication, has also been mapped to this region, but its position is not precisely known.
Nucleotide sequence accession number. The sequence between oxyR and trmA has been assigned accession no. X66026. 
